SUMMARY
The present paper deals with the wood anatomy of the Blakeeae (Melastomataceae). Generic de- scriptions ofthe secondary xylem of Blakea, Topobea, and Huilaea are given and compared with data on 16 genera ofthe Miconieae. Numerical pattern detection was undertaken. The results confirm our preliminary ideas that Blakea and Topobea do not differ enough to enable the separation of these genera on the basis of their wood anatomy. Within the Miconieae it is not possible to separate the genera. However, some anatomical differences between the two tribes were found. The genus Huilaea seems to belong in the Blakeeae although it also shows similarities with the Miconieae. Wurdack's suggestion (pers. comm.) that the Blakeeae are closest to the genera Loreya and Bellucia, and perhaps should be merged with the Miconieae,is supported to some degree. The present paper forms part of a project of an overall investigation into the comparative wood anatomy of the Myrtales. The greater number of families of the order is treated by Van Vliet (1975 , 1976 , 1978 . 
Discussion
The two major types of vesturing of the bordered pits as recognized and described by Van Vliet (1978) in almost all specimens in cluster 1).
the size of the ray-vessel pits (> 20 /un in cluster 2 versus < 20 /un in cluster 1). Recognition of the clusters can be done on one single character, i.e. the presence of sheath cells; these are always present in cluster 2 and never in cluster 1.
Note that Blakea latifolia and Huilaea macrocarpa differ in this respect from the Blakeeae of cluster 2.
Other than the optimal subdivision into two clusters, the structure of the data set is rather weak, as can be seen in fig. I fig. 11a, b, c, for the initial, first and sixth (final) iteration cycle. We note that:
The cluster structure has become more pronounced, starting with a subdivision into two clusters in the initial and more pronounced in the first iteration cycle, towards an optimal subdivision into 5 clusters in the final iteration cycle (after Table 1 . Selected features for recognition of all clusterings generated during the iteration. 100%
correct classification was obtained in all cases.
Character 0
the Miconieaeclusters, showing a high degree of resemblance to some specimens of Conostegia but a low resemblance to all other specimens in those clusters.
When they finally join the Blakeeae cluster they show a high degree of similarity to Blakea pulverulenta and Topobea parasitica, but rather less resemblance to the other members of this cluster.
Focussing on the subdivision into two clusters in fig. 11c, fig. 12 .
However, when we compare the features important for axis 1 and 2 '\nfig.l2, the combination of features contributing to axis 1 seem to us to be of more 'taxonomic value' because of their relatively higher constancy in a wide variety of taxa.
